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G FHEAI GDV1ALSVST PAHLHKIGLLDHVTN DI ES DINY LLKMALEKI AFLP FG YLVDQW 
GFHEAIGDVIAI*SVSTPAHLJ{KIGLLDRVANDIESDI^^ 

G FHEAIGDVLALSVST PAHLHKIGLLDHVTNDTES DINYLLKMALEKIAFL P FGYLVDQW 
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RWGVFSGRT PPSRYHYDWWYI4RTKYQGICP PVARNETH FDAGAKFHI PSVT PY I RY FVS F 
RWGVTSGRTPSSRYKFDWWYLRTKYQGICPPVYRKETHFDAGAKFHIPSVTPYIRYFVSF 
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VI^FQFHQAl^KFAGHQGPLHQCDIYQSTQAGAKLKQVLQAG<^RPWQEVU^DLVGSaAL 
VI^FQFHQALCKEAGHQGPLHQCDIYOSTKAGAKLQQVLQAGCSRPWQEVLKDLVGSOAL 
VLQ FQ FK QALCMEAGHQG PLHQCDIYQST RAGAKLRAVLQAGCS R PWQE VLK DMVAS DAL 
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CG HH L LVLSQVATDH VTANQGI TNQATTRSQTTTHQAT I DQTTQI - PNLET DEAKADR FV 
VPS RVAARRVTVNQGTT SQATTT S KATT S IRATTHQTT AHQTTQS -FN LVT DE AE ASRFV 
DAQP LLKY FQ PVTQWLQEQNQQNGE VLGWPE YQWH PPL PDNY PEG- 1 DLVT DEAEASKFV 
DAKALLEYFQPVSQWLEEG^QRNGEVLGWPENQWRPPLPDNYPEG-IDLETDEAKADRFV 
DAS ALME Y FQ P VSQWLQEQNQRNGEVLGWP EYQWRP P LP DNY PEG- 1 DLET DE AKANRFV 
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EEYDRS FQAVWNEYAEANWNYNTNITTEASKI LLQKNMQI ANHTLTYGNWARRFDVSN FQ 
EEYDRTSQVVVWEYAEJ^WNYNTNITTETSKILLQKNMQIANHTLKYGTQARKFDVNQLQ 
EE YDRT AQVLLNE YAEANWQYNTN I T I EGSKI L LEKSTEVSNHT LKYGTRAKT FDVSN FQ 
EEYDRTAKVLWNEYAEANWHYhfTNITI EGSKI LLQKNKE VSNHT LKYGTWAKT FDVSN FQ 
EEYDRS FQAVWNEYAEANWNYNTNITTEASKI LLQKNMQI ANHT LTYGNWARRFDVSN FQ 

NLTVKLQL^ALQQNGSSVl^EDKSKRUn:iLNTMSTIYS^^ 

NTTIKRIIKKVQDLERAALPAQELEEYNKILLDMETTYSVATVCHPNG — SCLQLEPDLT 
NSSIKKIIKKLQNLDRAVLPPKElXEYNQILLDMETTYSI^NICrrNG — TCMPLEPDLT 
NATSKRI IKKVQDLQRAVL PVKE LEE YNQI LLDKET I YSVANVCRVDG — SCLQLEPDLT 
NTTIKRI IKKVQDLERAAL PAQE LEEYNKI LLDMETTYSVATVCH PNG — SCLQLEPDLT 
NSS I KRI IKKLQN LDRAVLP PKELEEYNQI LLDMETTYSLSNiCYTNG — TCMPLEPDLT 
KSTIKRI I KKVQNVDRAVL P PME LEEYNQI LLDMETTYSVANVCYTNG — TCLSLEPDLT 
NATSKRI IKKVQDL^RAVLPVKELEEYNQILLDMET I YSVANVCRVDG — SCLQLEPDLT 
* ** 5*; I . * » - . *** * ^ * +* ..;* ; . * t ***•*. 

E IMANS LDYNERLWAWESWRSEVGKQLR PLYEE YVVLKNEMARANHYE DYGDYWRGDYE V 
NVMATS RKYEDLLWAWEGWRDKAGRAI LQFY PKYVE LINQAARLNGYVDAGDSWRSMYET 
NMMATSRKYE E LLWAWKSWRDKVGRAI L P FFPKYVE FSNKI AKLNGYT DAG DSWRS LYE S 
N LMATS RKYDE LLWVWTSWRDKVGRAI L PY FPKYVE FTNKAARLNGYVDAGDSWRSMYET 
NVMAT S RKYE DLLWAWEGWRDKAGRAI LQ FY PKYVE L I NQAARLNGYVDAG DSVfRSMYET 
NMMATSRKYEELLWAWKSWRDKVGRAI LP FFPKYVE FSNKI AKLNGYT DAG DSWRSLYES 
NIMATSRKYEELLWVWKSWRDKVGRAI LP FFPKYVbFSNKIAKLNGYSDAGDSWRSSYES 
NLMATSRICYDELLWVWTSWRDKVGRAILPYFPKYVEETNKAARLNGYVDAGD 
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hu-ACET P SLXQDLERLFQELQPLYLNLHAYVRRALHRHYGAQHINLEGPI PAHLLG 

mu-ACET D NLEQDLEKLYQELQPLYLNLHAYVRRSLHRHYGSEYINLDGPI PAHLLG 

rb-ACET P TLEQDLERLFC^LQPLYLNLHAWGRALHRiiYGAGiUNLEGPI PAHLLG 

hu-ACE P SLEQDLERLFQE L&PLYLHLKAYVRRALKRHYGACtf INLEGPI PAHLLG 
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rb-ACE KMWAQTWSN I YDLVAP FPS ASTMDATEAMI KQGWT PRRMFEEADKFFT S LGLL PVP PE FW 

•**^» ***;* - * - ^** ^ . . :*.*t**; »*.* .;*;*;**;.** *;** ** 

ace-2 EN SMLT D PGNVQKAVCH PT AWD LGKG - D FRI LMCT KVTMD D FLT AtfoEMG H I Q YDMAYAA 

hu-ACET NKSMLE K PT DGRE WCHAS AWD FYNGKD FRI KQCTTVN LE DLWAHHEMGH IQY FMQYKD 

mu-ACET N KSMLEK PT DGRE WCH PS AWD FYNGKD FRIKQCT SVNME DLVI AHHEMGHI QY FMQYKD 

rb-ACET NKSMLEKPTDGREWCHASAWD FYNGKD FRIKQCTTW 

hu -ACE NKSMLEKPTDGREWCHASAWDFYNGKDFRIKQCTT VNLEDLVVAHHEMGH IQY FMQYKD 

mu-ACE NKSMLEK PT DGRE WCH PSAWD FYNGKDFRI KQCT SVNME DLVI AHHEMGH I QY FMQYKD 

rat-ACE NKSMLEKPTDGREWCHASAWD FYNGKD FRIKQCT SVNMEELVTAHHEMGHIQYFMQYKD 

rb-ACE NKSMLEKPT DGRE WCHASAWD FYNGKD FRI KQCTTVNME DLVVVKHEMGH I QY FMQYKD 

...*** * . *. *** .***. .* **** ** * * - . . - ********* * * 



ace-2 Q PFLLRNGANEG FHEAVGE IMS LSAAT PKHLKS IGLLS P DFQE DNETE I N FLLKQALT I V 

01 hu-ACET LPVALREGANPGFHEAIGDVIALSVSTPKHLHSLNLLSSEGGSD-EHDINFLMKMALDKI 

ri mu-ACET LPVTFREGANPGFHEAIGDIMALSVSTPKHLYSLNLLSTEGSGY-EYDINFLMKMALDKI 

W rb-ACET LPVALREGANPGFHEAIGDVIALSVSTPKHLHSINLI^SEGGGY-EHDINFLMKMALDKI 

01 hu-ACE LPVALREG^PGFHEAIGDVLALSVSTPIOfLHSLNLLSSEGGSCKEHDINFI^^ 

7~ mu-ACE LPVTFREGANPGFHEAIGDIMALSVSTPKHLYSLNLLSTEGSGY-EYDINFLMKMALDKI 

rat-ACE LP\n , FKEGANPGFHEAIGDVIALSVSTPKHLHSLNLLSSEGSGY-EHDINFI>IKMALDKi 

Q rb-ACE LPVALREGAN PGFHEAIGDV1*ALSVSTPKHLHSINLLSSEGGGY-EHDINFLMKMALDKI 

. . * ^ . *• *****.*.....** .***** * ;< + ** >; * .****.* ** . 

5 ace-2 GT L P FT YMLEKWRWMVFKGEI PKDQWMKKWWEMKRE I VGWE P VPHDET YC DPAS LFHVS 

hu-ACET AFIPFSYLVDQWRWRVFDGSITKENYNQEWWSLRLKYQGLCPPVPRTQGDFDPGAKFHIP 

mu-ACET AFIPFSYLI DQWRWRV FDGS I TKENYNQEWWS LRLKYQGLC P P VPRSQG D FDPGS K FHV P 

yj rb-ACET AFI PFSYLVDEWRWRVFDGSITKENYNQEWWSLRLKYQGLCPPAPRSQGDFDPGAKFHI P 

hu-ACE AFIPFSYLVDQWRWRVFTCSITKENYNQEWWSLRtiCYQGLCPPV^RTQGD 

mu-ACE AFIPFSYLIDQWRWRVFIXSSITKENYNQEWWSLRU<YQGU;PPVPP^CODFDPGSKF 

rat-ACE AFI P FS YLI DQWRWRVFDGS ITKENYNQEWWS LRLKYQGLC P PVPRSQGD FDPGSKFHVP 

rb-ACE AFI PFSYLVDEWRWRVFDGSITKENYNQEHWSLRIJCf QGIX^^ P 

- **.*.*.*:;: : *; *.*: : **.; **;. 

ace-2 N DYS FI RYYTRT L YQ FQ FQEALCQAAKHEGPLHKCDI SNSTEAGQKL FNMLRLGKS E PWT 

hu-ACET SSVPYIRYFVSET IQFQFHEAL<^AAGHTCPLHKCDIYQSKEAG 

mu-ACET ANVPYVRYFVSFI IQFX2FHEALCRAAGHTGPLHKCDIYQSKEAGKLLADA^ 

rb-ACET SSVPYIRYFVSFIIQFQFHEALCKAAGHTGPUrc^DIYQSK 

hu-ACE SSVPYIRYFVSFIIQFQFHEAIX^AAGHTGPLHKCDIYQSKEAGQRLATAMKL^ 

r mu-ACE ANV PYVRY FVS FI IQFQEKEALCRAAGHTGPLHKCDI YQSICEAGKLLADAMKLGYSKPWP 

rat-ACE ANVPYIRYFI S FI I QFQFHEALCRAAGOTGPLYKCDI YQSKEAGKLIJUOAM 

rb-ACE SSVPYI RY FVS FI I QFQFHEALCKAAGHTGPLHTCDI YQSKEAGKRLADAMKLGYSKPWP 

: **♦*;♦***•** * ***- 4 *** * ::+* *; *. 

ace-2 LALEKVVGAKNMNVRP LLNY FE PL FTWLKDQNKNS FVGWST DWS PYADQS I KVRISLKSA 

hu-ACET EAMQLITGQPNMSASAMLSYFKPLLDWLRTENEL HGEK 

mu-ACET EAMKLITGQPNMSASAMMNYFKPLTEWLVTENRR — HGET 

rb-ACET EAMKVI TGQ PNMS AS AMMNY FK P LMDWLLTENGR HGEK 

hu-ACE EAMQLITGQPNMSASAMLSY FKPLLDWLRTENEL HGEK 

mu-ACE EAMKLITGQPNMS AS AMMNY FKPLTEWLVTENRR HGET 

rat-ACE EAMKI I TGQPNMSASAIMNY FKPLTEWLVTENRR HGET 

rb-ACE EAMKVI TGQ PNMSAS AMMNY FKPLMDWLLTENGR HGEK 



ace-2 



.^^Pnemylfrssvayamrqy flkvknqmi lfgeedvk ^fef 
2flVt^- 

rVMW&CM — 



Figure 2 (D) 



ace-2 LGDK. .^^^EMYLFRSSVAYAhtRQY FLKVKNQMI LEX3EEDVK ^^^RISFNFFVTA 

hu-ACET LGWPQS 

tau-ACET LGWPEYNWAPN- 

rb-ACET LGWFQYTWTPK- 

hu-ACE LGWPQYNWT PN - 

mu-ACE LGWPEYNWAPN- 

rat-ACE LGWPE YTWT PN - 

rb-ACE LGWPQYTWTPN- 



acc-2 PKNVSDI I PRTEVEKAI RMSRSRINDAFRLN DNSLE FLGI QPT LGPPNQP PVS ftWLI VFG *T"~tt *T> 

hu-ACET SARSE GPLPDSGRVS FLGLDLD AQQARVGQWLLLFL ^ 

RU-ACET TARAE GSTAESNRVN FLGLYLE — PQQARVGQWVLLFL 

rb-ACET ■ SARSE -GS LPDSGRVN FLGMNLD AQQARVGQWVLLFL 

hu-ACE SARSE GPLPDSGRVS FLGLDLD AQQARVGQWLLLFL 

au-ACE TARAE GSTAESNRVN FLGLYLE PQQARVGQWVLLFL 

rat-ACE TARAE -GSLPESSRVN FLGMYLE PQQARVGQWVLLFL 

rb-ACE SARSE GS LPDSGRVN FLGMNLD AQQARVGQWVLLFL 



VVMGVTWGIVILI FTG 5) RDRKKKNKARSGEN PYAS I PI SKGENN PG FQNT DDVQT S FN 

hu-ACET GIALLVATLGLSQRLFSIR-HRSLHRHSHG PQFGSEVELRHS-- 

mu-ACET GVALLVATVGLAHRLYNIRNHHSLRRPHRG PQFGSEVELRHS — 

rb-ACET - - GVALLLASLGLTQRLFS IR-YQS LRQPHHG PQFGSEVELRHS — 

hu-ACE GIALLVATLGLSQRLFSIR-HRSLHRHSHG PQFGSEVELRHS— 

rou-ACE GVALLVATVGLAHRLYNIRNHHSLRRPHRG PQFGSEVELRHS — 

rat-ACE GVALLVATVGLAHRLYN I HNHHSLRR PHRG PQFGSEVELRHS— 

rb-ACE GVALLLASLGLTQRLFS IR-YQSLRQPHHG PQFGSEVELRHS — 



SSZ. 



S^llfeGLLLPLPLLLIXPPQPAIALDPGLQPGNFsi^PLvQI 



Figure 3 <A) 



HUM_tACE — 

HUM_A.CE MGAAS^BfcGLLLPLPLLLIXPPQPALALDPGLQPGNFS^^PfcTVQLFAQSYNSSAEQV 

DROME_ACE 
ace-2 — 
CE ACE 



HUM tACE » 

HUMJVCE LFQSVAASWAHDTNITAEKARRQEEAALI^QEFAEAWGQKAKEI»YEPIWQKFTDPQLRRI 

DROME_ACE ~ ~ 

ace-2 : — 

CE ACE : 



HUM tACE 

HUM_ACE I GAVRTLGS ANL PUUCRQQYNALLSNMS RI YSTAKVCLPNKTATCWSLDPDLTNI LASS R 

DROME_ACE 

ace-2 

CE ACE r : 



HUM tACE 

humHace SYAMLLFAWEGWHNAAGIPLKPLYEDFTALSNEAYKQDGFTDTGAYWRSWYNSPTFEDDL 

DROME_ACE * 

ace-2 

CE ACE 



HUM_tACE 

HUM__ACE EHLYQQLEPLYLNLHAFVRRALHRRYGDRYI KLRGP I PAHLLGDMWAQSWENI YDMWP F 

DROME_ACE 

ace-2 * 

CE ACE : 



HUM tACE ■ 

HUM_ACE PDKPNLDVTSTMLQOGWNATHMFRVAEEFFTSLELSPMPPEFWEGSMLEKPADGREWCH 

DROME_ACE ' 

ace-2 

CE ACE 



HUM tACE 

HUM_ACE ASAWDFYNRKDFRIKQCTRVTMDQLSTVHHEMGH 

DROME_ACE ■ 

ace-2 r " '• 

CE ACE — 



HUM_tACE 
HUM_ACE 
DROME_ACE 
ace-2 
CE ACE 



GDVXALSVSTPEHIJiKI GLLDRVTNDTESDI NYLLKMALEKI AFLP FGYLVDQWRWGVF S 



-MKFHILLLLLV 



HUM_tACE 
KUM_ACE 
DROME_ACE 
ace-2 
CE ACE 



GRTPPSRYNFDWWYLRTKYQGICPPVTRMETHFDAGAKFHVPNVTPYIRYFVSFVLQFQF 



GACLPVFTQEI KPKP ELLP ADEAP KD P EAVFS EGEP FELTDALDT P KNGS VPVP E P E P KP 



Figure 3 (B) 



HUM_tACE MGQGWATAGLPSLLFLLLCYGHPLL 

HUM_ACE HEALCKEAG YEGP LHQC D I YR£T KAGAKLRKVLQAGS S RP WQEVLKDMVGLD ALD AQ P LL 

DROME_ACE 

ace-2 

CE_ACE EPEPEPEPKPEPEPSPTPEPEPAJKFDNIESEDYGDVAETAASTQPDEIOTEVIEQLVDT 

HUM_tACE VPSQEASQQVTVTHGTSSQATTSSQTTTHQATAH^ 

HUM_ACE KYFQ P WQWLQ EQNQQNGEVLGWP E YQWHP PLPDNYP EG- 1 DLVT D EAEAS KFVE E YDRT 

DROME_ACE MRLEXLAIJLATIAVTC^VKEEIQAKEYIiENLNra 

ace-2 MS SS S WLLLS LVAVTAAQST I EEQAKT FLDKFNHE 

CE ACE FLNTGS IASNKTNKGPWANPVAOALVNSSNYWKTDNX<iAPGS I KDEEKLRSWLAGYEAE 

* : : i 

hum__tace s qwwne yaeanwnyntnt ttets ki llqknmq ianotlkygtqarkfdwqlqntt i kr 

hum_ace sqvvwijeyaeanwnyntnittetskili>2Knmq 

DROME_ACE LAKRTNVBTEAAV^YGSMITDENEKKKNEISAEI*AKFMKEVA^ 

ace-2 AEDLFYQSSIJ\5WNYNTNITEENVQNMNNAGDKWSAFLKEQSTIJVQM^ 

CE_ACE AJKVLREVALSGWRYFNDASPSLKLALDEAEJAT^^ 

::**.::. : . . : 



HUM_tACE 
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CE ACE 



I IKKVQDLERAALPAQELEEYNKILLDMETTYSVATVCff PHGS CLQLEPDLTNVMAT 

I IKKVQDLERAALPAQELEEYNKILLDMETT YSVATVCHPNGS CLQLEPDLTNVMAT 

QFKALTKLGYAALPEDDYAELLDTLSAMESNFAKVKV'CDYKDSTKCDLALDPEIEEVISK 
QLQAI^K2NGSSVLSEDKSKRLNTII^OT1STIYSTGKVCNPDNPQE-CLLLEPG1*NEIMAN 
QLGYVS FEGMSALAPS RFADYSQAQAALNRDSKDST ICDKDVP PP -CALQKI DMDS I FRN 



5 :: 
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SRKYEDLLWAWEGWRDKAGRAILQFYPKYVELINQAARLNGYVDAGDSWRSMYETP 

SRKYEDLLWAWEGWRDKAGRAILQFYPKYVELINQAARLNGYVDAGDSWRSMYETP 

S RDHE E LAYYWRE F YDKAGTAVRSQFERYVELNTKAAKLNNFTS GAEAWLDE YE DD 

S LD YNE RLWAWES WRS EVGKQL RPL YE E YWLKNEMARANH YE D YGD YWRGD YE VNGVDG 
EKDAS RLQHLWS YVTAI AKS K- P S YNN 1 1 T I S NEGAKLNGFANGGAMWRS AFDMS S — K 



HUM_tACE 
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DROME_ACE 
ace-2 
CE ACE 



S LEQDLERLFQEIX2PLYLNLHAYVRRALHRHYG-AQHINLEGP I PAHLLGNMWA 

SLEQDLE RLFQE LQ PL YLNLHAYVRRALHRHYG- AQHI NLEGP I PAHLLGNMWA 

T FEQQLE D I FAD I RPL YQO I HG YVRFRLRKH YG- DAWS E TGP I PMHLLGNMWA 

YDYSRGQLI EDVEHTFEE IKPLYEHLHAYVRAKLMKAY — PSYISP IGCLPAHLLGDMWG 

VHKAEFDLNKQIDKI YST IQP F YQLLHAYMRRQLAGI YSNPVGLSKDGP I PAHLFGS LDG 
. • « • • . - . * . * . * * - * * * - *-* * * - * . 



HUM_tACE 
HUM_ACE 
DROME_ACE 
ace-2 
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QTWSNIYDLWPFPSA — PSMDTTEAMLKQGWTPRRMFKEADDFFTSLGLLPVPPEFWNK 
QTWSMIYDLWPFPSA — PSMDTTEAMLKQGWTPRRMFKEADDFETSLGLLPVPPEFWNK 
QQWSEIADIVSPFPEK — PLVDVSAEMEKQAYTPLKMFQMGDDFFTSMNLTKLPQDFWDK 
RFWTNLYSLTVPFGQK — PNI DVTDAMVDQAWDAQRI FKEAEKFFVSVGLPNMTQGFWEN 
GDWSAHYEQTKPFEEESETPEAMLSAFirrQim^TKKMFVTAYRYFKSAGFPHLPKSYWTS 



* * 



HUM_tACE 
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DROME_ACE 
ace-2 
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smlekptdgrewchas-awdfyngkdfrik<k:ttvnledlvvahhemot 
smlekptdgrevvchas -awd f yngkdfrikqcttvnledlvvahhemghiqyfmqykdl 
siiekptdgrdlvchas-avrofyliddwikqctrvtqdqlftvkheix^iqyflqyqhq 
smlt dpgnvqkavchp t -awdlgkg- d fri lmctkvtmdd fltai^hemghp! q ydmayaaq 
s i far-vwskdmichpaaaldmrapndfrvkacaolgepdfeqahsllvqt yyqylykdq 



* * 



HUM_tACE 
HUM_ACE 
DROME_ACE 
ace-2 
CE ACE 



PVALREGANPGFHEAI GDVLALSVST P KHLHS LNLLS SEGGS D — EHD I NFLMKMALD KI 

P VALREGAN PGFHEAI GDVLALS VS T P KHLHS LNLLS S EGGS D — EHDINFLMKMALDKI 

PFVYRTGANPGFHEAVGDVLSLSVSTPKHLEKIGLLKDYVRDD — EARINQLFLTALDKI 

PFLLRNGANEGFHEAVGEIMSLSAATPKHLKSIGLLSPDFQEDN-ETEINFLLKQALTIV 

SLLFREQASPVITDAIANAFAHLSTNPHYLYSQKLVPSEHLDIKDSVlilKKLYKESLESF 
* * . ... - *--* * - ** * -* 



HUM__tACE 
HUM_ACE 
DROME_ACE 
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CE ACE 



AFIPt j^^QWRWRVFDGS ITKENYNQEV7WSLRLKYQG1* .^^^fcRTQGDFDPGAKFHI P 

AFIPFsll^WRVIRVFDGSITKENYN^^ 
VFL PFAFTMDKYRWS L FRGEVDKANWNCAFWKLRDE YS GI E P PWRS EKD FDAPAKYH I S 
GTLPFTYMLEKWKWMVFKGEI PKDQWMKKWWEMKRE IVGWEPVPHDET YCD PAS LFHVS 
TKLPFTIAADNWRYELFDGTVPKNKI«NDRWWEIRNKYEG^^ 



Figure 3 (C) 



HUM_tACE 
HUM _ACE 
DROME_ACE 
ace-2 
CE ACE 



- S SVP Y I R YFVS FI iq fqfhealcqaaghtg PLHKCDI YQS keagqrlatamkl 

-SSVPYIRYFVSFI IQFQFHEALCQAAGHTG PLHKCDI YQSKEAGQRLATAMKL 

-ADVE YLRYLVS FIIQFQ FYKSAC I KAGO YDPDNVE t PLDNCDI YGSARAGAAFHNMLSM 

-NDYSFIRYYTRTLYQFQFQEALCQAAKHEG PLHKCDI SNSTEAGQKLFNMLRL 

QVHS PATRTLI S YVLKFQI LKALCQRE LFWL SEGCILSEDTT— EKLRETMKL 

* i 1**1 it * . : 111 



HUM_tACE 
HUM_ACE 
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GFSRPWPEAMQLITGQPNMSASAMLSYFKPLLDWLRTEK 

GFSRPWPEAMQLI TGQPNMS ASAMLS YFKP LLDWLRTEN 

GASKPWDALEAFNGERIMSGK70AEYFEPLRVWLEAEN 

GKSEPOTIJtfJSNWGAKNMNVRPLLNYFEP 

GSS ITWXiKALEhCtSGKGELDAQPLLEYYEPLINWLRNTN — - 

* * * * - *i i** ** * 
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-ELHGEKLGWPQYNWTPNSAR 

-ELHGEKLGWPQYNWTPNSAR r— 

-IKNNVHtGWTTSMKCVSS . 

RI SLKSALGDKAYEWNDNEMYLFRS SVAYAMRQYFLKVKNQMI LEGEEDVRVAKLKPRI S 

-EIDQVWGWDGEGTPFTVEEIPKTRQPGDGGNGLPSEDRVAFPGGE 

• * 
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-SEGPLPDSGRVSFLGLDLDAQOARVG- 
-SEGPLPDSGRVSFLGLDLDAQQARVG- 



FNFFVTAPKNVSDIIPRTEVEK7VIRMSRSRINDAFRLNDNSLEFLGIQPTLGPPNQPPVS 
CVNGQECLLDSHCNGTICVCNDGLYTLEIGNTFN CVPGN 
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WLLLFLGIALLVATLGLSQRLFS- IRHR- 
WLLLFLGI ALLVATLGLS QRLFS - 1 RHR- 



-SLHRHSHGPQFGSEVE 
-SLHRHSHGPQFGSEVE 



llWLIVFGVVMGVIWGIVILIFTGli RDRKKKNKARSGENPYASIDISKGENNPGFQNTDD 
PADS GFGDGKGGLVIGL FNNEVTT PE PS AE PE P — TAKTTTKMPPRVRAATS PFSLYXTV 
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ACE-2 Fractions: Real vs Mocks 
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Bachem M-2195 

Mca-Tyr-Val-Ala-Asp-Ala-Pro-Lys(Dnp)-OH. 
Caspase I (ICE) substrate 



1 



NO 



A 



Dnp quencher 





Mca fluor 



ACE-2 cleaves between 
P1 Pro and PV Lys 
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MIPH-1 

custom synthesis (AnaSpec) 
Mca-Ala-Prc~(Dnp)Lys-OH 
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